Bacillus cereus is a Gram᎑positive, widely distributed bacterium that has a high level of metabolite production. Here, we report the draft genome sequence of a B. cereus strain exhibiting high and diverse hydrolytic potential that was isolated from glacial water samples from Svalbard, Norway.
was used for genome annotation. Protein function was predicted by performing sequence similarity queries against the UniProt Knowledgebase (UniProtKB) (18).
The assembled draft genome had a length of 5,875,600 bp, with a GC content of 34.9%. The largest contig was 2,021,752 bp long, the L 50 was 2, and the N 50 value equaled 1,600,101 bp. The majority of reads (94.07%) were classified into the genus Bacillus, and 59.55% were placed in the B. cereus group. The draft genome contained 5,859 protein coding sequences, with 2,535 of them identified as encoding hypothetical proteins, 99 tRNA sequences, 13 sequences identified as 5S rRNAs, and 1 as a 16S rRNA.
Data availability. The whole-genome shotgun project of B. cereus ET31 has been deposited at DDBJ/ENA/GenBank under accession number VSSM00000000, BioProject number PRJNA560934, and BioSample number SAMN12603168. The raw sequencing reads were deposited to the Sequence Read Archive (SRA) under accession number SRR9997721. The version described in this paper is the first version, VSSM01000000.
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